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Serinicoccus profundi MCCC 1A05965
T was isolated from deep-sea sediment collected from the Indian Ocean. It was a Gram-positive, moderately halophilic, aerobic bacterium. Here, we describe the 3.4-Mbp draft genome sequence of S. profundi MCCC 1A05965
T .
The genus Serinicoccus (family Intrasporangiaceae, suborder Micrococcineae) was first proposed by Yi et al. (7) . Type species Serinicoccus marinus JC0178
T was isolated from a surface seawater sample collected from the East Sea. Strain Serinicoccus profundi MCCC 1A05965
T was isolated from deep-sea sediment collected from the Indian Ocean. The two strains were both isolated from the marine environment, but S. profundi was resistant to all of the ␤-lactam antibiotics tested, while S. marinus was sensitive to those antibiotics (6) . In this work, we determined the genome sequence of Serinicoccus profundi MCCC 1A05965
T to study its mechanism of antibiotic resistance.
The genome sequence of strain Serinicoccus profundi MCCC 1A05965
T was determined by the Shenzhen Huada Genomics Institute (China) with a strategy of high-throughput Solexa paired-end sequencing technology using Illumina genome analyzers. Genomic sequences were assembled using short reads by the SOAP de novo tool (http://soap.genomics.org.cn /soapdenovo.html). A combination of filtered paired-end reads was generated to reach a depth of 144-fold coverage and assembled into 48 scaffolds. Gene predictions were performed based on the HMM algorithm by the Glimmer V3.0 program (1). Predicted genes were aligned with protein databases for relative function annotation and classification information. Databases NR, Swiss-Prot, TrEMBL, COG (5), and KEGG (2) were used. Noncoding RNA genes, including tRNA and rRNA, were predicted by tRNAScan-SE (4) and RNAmmer (3), respectively.
The draft genome has a total of 3,435,005 bp with a GϩC content of 71.97%. A total of 3,253 genes were predicted to have complete gene structures which occupy 91.56% of the genome sequence. Forty-five complete tRNA and 66 complete rRNA genes were predicted.
COG annotation showed that 189 genes fall into carbohydrate transport and metabolism, 127 genes are involved in cell wall/membrane/envelope biogenesis, and 61 genes are involved in secondary metabolite biosynthesis, transport, and catabolism.
Nucleotide sequence accession number. The draft genome sequence of strain MCCC 1A05965
T has been deposited at DDBJ/EMBL/GenBank under the accession number AFYF00000000.
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